The complete mitochondrial genome of the facultative entomopathogenic nematode Oscheius chongmingensis (Rhabditida: Rhabditidae).
We determined the complete mitochondrial genome of the facultative entomopathogenic nematode Oscheius chongmingensis. The mitogenome length was 15,413 bp and similar to other Rhabditids contains genes for 2 rRNAs, 22 tRNAs, and 12 proteins (ATPase subunit 8 is missing). Predicted tRNAs indicated the secondary structure typical for chromadorean nematodes. Gene order is similar to that observed in the genus Caenorhabditis. The control AT-rich region is considerably large (2061 bp, 84% of AT), positioned in between tRNA(Ala) and tRNA(Pro) and has several microsatellite-like (AT)n elements.